The interspecific variability between B. mesostoma and the other species, reported initially in Table 3 , was as follows: L. paradoxum 1.350 ± 0.301, L. vogtianum 1.491 ± 0.327, L. subtilis 1.337 ± 0.287 base differences per site generated by averaging over all sequence pairs between groups (means ± S.E.). There was no intraspecific variability between the two analyzed B. mesostoma sequences. 2 Corrigendum Figure S4 . Phylogenetic tree (50% majority-rule consensus) based on Bayesian inference of Brachylaimoidea ND1 locus. Color of branches indicates Bayesian posterior probabilities. We obtained the following summary statistics for the for analysis performed: average standard deviation of split frequencies 0.0028, maximum standard deviation of split frequencies 0.0100, average potential scale reduction factor 1.005, and maximum potential scale reduction factor 1.008. 
